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Supplemental Table 1 
 
 
Strain, Plasmid, or Primer Description or relevant genotype Source or 
reference 
Strains   
    Shewanella oneidensis  
strains 
  
         MR-1 Wild type [1] 
         ΔbdpA bdpA scarless deletion This study 
    Marinobacter atlanticus CP1 Wild type [2] 
    Eschericia coli strains   
          BL21(DE3) OneShot E. coli BL21(DE3) Invitrogen 
          UQ950 Cloning strain [3] 
          BW29427 (WM3064) Conjugation strain [3] 
Plasmids   
     pBBR1-mcs2 empty vector [4] 
     pBBJM Cloning backbone This study 
     pSMV3 Suicide vector [5] 
     pSMV3_1507KO Contains up and downstream regions of 
SO_1507 
This study 
     p452-bdpA DAPG inducible bdpA vector This study 
Primers   
     pAJMF2  TTAACGCGAATTTTAACAAAATATTAACGCcccgc
ttaacgatcgttggctg 
 
     pAJMR3 AGCGGATAACAATTTCACACAGGAAACAGCTac
ctcagataaaatatttgc 
 
     pBBRF3 gggctcatgagcaaatattttatctgaggtAGCTGTTTCCT
GTGTGAAATTG 
 
     pBBRR2 acccgcgctcagccaacgatcgttaagcgggGCGTTAATA
TTTTGTTAAAATTCGC 
 
     1507F_insert ttaatactagagaaagaggggaaatactagATGCGCACC
GCTGC 
 
     1507R_insert gaggcctcttttctggaatttggtaccgagCTACATAAAG
GCTTTAGTAAAGGCTT 
 
     BBJMV_reverse CAGCATTGAGATGACTGCAGCGGTGCGCATcta
gtatttcccctctttctctagtat 
 
     BBJMV_forward AAGGAAGCCTTTACTAAAGCCTTTATGTAGctcg
gtaccaaattccagaaaag 
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Supplemental Figure 1 
 
Proportion of cells making OMEs without perfusion flow at three hours post deposition onto 




Supplemental Figure 2 
 
 
Cryo-TEM of S. oneidensis WT (A), ΔbdpA (B), and ΔbdpA p452-bdpA (C) OMEs at 90 minutes 







Supplemental Figure 3 
 





Supplemental Figure 4 
 
Variability in OME phenotypes following BdpA induction in M. atlanticus CP1 p452-bdpA cells. 
Cells displayed an array of membrane curvature phenotypes, ranging from short OMEs (<2µm, 
A-C), long OMEs (2-10+ µm, D-F), membrane blebbing (C,F), and branched OME/OMV chains 




Supplemental Figure 5 
 
A phylogenetic tree of the 23 BAR domain sequences that seed the BAR domain HMM 
predictions, S. oneidensis BdpA, and conserved BdpA orthologs in other prokaryotes.  The 
protein regions corresponding to the BdpA BAR domain sequence from the 52 prokaryotic BdpA 
orthologs were aligned with the 23 representative eukaryotic BAR domain-containing proteins 
used to generate the BAR domain consensus sequence (cd07307).  Maximum Likelihood 
evolutionary histories were inferred from 1000 bootstrap replicates, and the percentage of trees 




Supplementary Video 1 Confocal imaging of S. oneidensis MR-1 p452-bdpA cells after 
1h planktonic induction of BdpA with 12.5 µM DAPG. Scale = 5 µm. 
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